. List of primers used for cloning, T-DNA insertion or qPCR analyses. Table S2 . Protein identification details obtained with the LTQ Orbitrap Velos (Thermo Fisher Scientific) on the bZIP29 seedling TAPs (Table S2A) , or with the 4800 MALDI TOF/TOF Proteomics analyzer (AB SCIEX) on the bZIP29 cell culture TAPs (Table S2B) .
See Supplementary Table S2 .xls with two sheets. Table S3 . TChAP intersection list of 1678 annotated peaks found in both replicates overlapping for at least 25% (Table S3A) , and individual TChAP results of replicate 1 (Table S3B ) and replicate 2 (Table S3C) .
See Supplementary Table S3 .xls with three sheets. IGV screenshot of sequenced reads from bZIP29, mock, ERF115, and PPD2 TChAP-seq experiments, mapped to all four known bZIP51/VIP1 targets MYB44 (AT5G67300), Trxh8 (AT1G69880), CYP707A1 (AT4G19230), CYP707A3 (AT5G45340). The gene regions are represented by blue bars. Supplemental Figure S2 . Histochemical GUS staining of a Promoter_bZIP69:GFPGUS reporter line.
(A-I) Histochemical GUS staining of a Promoter_bZIP69:GFPGUS reporter line. Expression was detected in the lateral root cap of the primary root (A) and in the lateral root primordia (B). In leaves, GUS staining was observed in the hydathode pores (C), structures related to stomata, and in the shoot apical meristem (D & E). During flower development, expression was detected in anther filaments and pollen (F), and in the style and stigma (G). Furthermore, bZIP69 was expressed at pedicel-stem junctions (H) and at the abscission zones of sepals and petals (I). 
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Conserved lysine/arginine * Conserved proline in group E * Supplemental Figure S3 Multiple alignment of plant bZIP group I, group E and related bZIP factors used to construct the phylogenetic tree ( Figure 7) . The conserved lysine residue in the basic domain that replaces the highly conserved arginine residue in group I members, and the conserved proline residue preventing homodimerization of group E members are shown. Identical and similar residues are shaded based on the color Supplemental Figure S5 . DNA ploidy analysis of leaf 1 and 2.
DNA ploidy analysis of leaf 1 and 2, 21 DAS, of both Promoter_bZIP29:bZIP29-SRDX and out-segregated wild-type lines, determined by flow cytometry analysis as described in Blomme et al. 2014 . 
